A Gram-positive, aerobic, non-motile strain, H2.16B T , isolated from the midgut of the mosquito Anopheles arabiensis was investigated using a polyphasic approach. On the basis of 16S rRNA gene sequence similarity studies, strain H2.16B
The genus Janibacter was originally proposed by Martin et al. (1997) as a member of the family Intrasporangiaceae. At present, the genus comprises three species, Janibacter limosus (Martin et al., 1997) , Janibacter terrae (Yoon et al., 2000) and Janibacter melonis (Yoon et al., 2004) . Janibacter brevis, originally described by Imamura et al. (2000) , was shown to be a heterotypic synonym of J. terrae (Lang et al., 2003) .
Strain H2.16B
T was isolated during the characterization of organisms from the midgut of Anopheles arabiensis mosquitoes originating from Kenya (Lindh et al., 2005) . Subcultivation was done on nutrient agar (Oxoid) at 30 uC for 24 h. Gram-staining (Hucker method) was performed as described by Gerhardt et al. (1994) . Cell morphology was observed under a Zeiss light microscope at 61000 using cultures that had been grown for 10 h or for 3 days at 30 u C on nutrient agar. The growth ability test was performed in Luria-Bertani broth at 10-50 uC (at 5 uC intervals) with shaking at 160 r.p.m.
The 16S rRNA gene was analysed as described previously (Kämpfer et al., 2003) . Phylogenetic analysis was performed by using the ARB (Ludwig et al., 2004) and MEGA version 2 (Kumar et al., 2001 ) software packages, after multiple alignment of the data by CLUSTAL_X (Thompson et al., 1997) . Distances were obtained (using distance options according to the Kimura two-parameter model; Kumar et al., 2001) and clustering was performed using the neighbour-joining ( Fig. 1) and maximum-parsimony methods by using bootstrap values based on 1000 replications. The 16S rRNA gene sequence of strain H2.16B
T was a continuous stretch of 1483 bp. Sequence similarity calculations after neighbourjoining analysis indicated that the closest relatives of strain H2.16B T were J. melonis (98?3 %), J. terrae (98?5 %) and J. limosus (98?5 %). Both the neighbour-joining tree ( Fig. 1 ) and the maximum-parsimony tree (not shown) revealed that strain H2.16B
T clustered most closely with these species.
The results of chemotaxonomic analyses of diamino acid (as described by Kroppenstedt, 1985) and fatty acids (as described by Kämpfer & Kroppenstedt, 1996) are given in the species description. The diagnostic diamino acid in the cellwall peptidoglycan was meso-diaminopimelic acid, essentially in accordance with the diamino acid type reported for other members of the genus (Martin et al., 1997; Yoon et al., 2000 Yoon et al., , 2004 . The fatty acids (analysed from total cell hydrolysates grown on TSBA for 24 h at 28 u C) contained large amounts of iso-C 16 : 0 , C 17 : 1 v8c and C 17 : 0 , in addition to other fatty acids (Table 1) . The results of the physiological characterization, performed using previously described methods (Kämpfer et al., 1991) , are given in Table 2 and in the species description. DNA-DNA hybridizations between strain H2.16B T and the type strains of J. limosus, J. terrae and J. melonis were performed using the method described by Ziemke et al. (1998) , except that for nick translation 2 mg DNA was labelled during a 3 h incubation at 15 uC. Strain H2.16B
T showed relatively low DNA-DNA (Thompson et al., 1997) . Distances were obtained with distance options according to the Kimura-2 model and clustering was performed with the neighbour-joining method using the software package MEGA, version 2.1 (Kumar et al., 2001) . Bootstrap values based on 1000 replications are given as percentages at branching points. Bar, 0?01 K nuc unit. T represents a novel species of the genus Janibacter, for which we propose the name Janibacter anophelis sp. nov.
Description of Janibacter anophelis sp. nov.
Janibacter anophelis (a.no9phe.lis. N.L. gen. n. anophelis from a mosquito of the genus Anopheles, as the type strain was isolated from the midgut of Anopheles arabiensis).
Gram-positive and oxidase-positive; shows oxidative metabolism. Non-motile, non-endospore-forming cocci of 1?0-1?5 mm in diameter. Very young cultures show rod-like cells. Good growth (visible colonies with a diameter >1 mm) occurs after 3 days incubation on nutrient agar at 25-30 u C. Grows in Luria-Bertani broth at 20-40 u C, with an optimum at 35 u C. Generation time at 35 u C is 44 min. mesoDiaminopimelic acid is the diagnostic diamino acid in the cell-wall peptidoglycan. The fatty acid content is mainly iso-C 16 : 0 , C 17 : 1 v8c and C 17 : 0 . Different 10-methyl acids are present. Results of carbon source utilization tests (including differentiating characteristics) are shown in 
